$100 fused-type proteins (SFTPs) in chicken and quail

A) Accession numbers and amino acid sequences of chicken SFTPs

>NP_001165847.1 Chicken_cornulin (CRNN)
MAQLOQENINGIITVEYTYARSDGDSSTLSRGELRQLIEQEFGDVITDARDPRTVDEVLFFLDEDSSGKIDFGEFLSLIFRVAKACHR
QLOQYLEPEYDQELTVQEEADGEQQHNQVLEQGVSEQVQEGGTPQODQDTQQHQESEEPKNHQGTQOKQEGGTPKYQDTQKIEKSEL
PKVQDTQKTQEVETPKNNESTQQKKSETPKDNQDTHQDDRAKTPEQSPKRGENVVTKSPEEDRNTQEAEKTPKHDPKPHQDKVTETP
KLGODHHQRHELKPAEQSHTSPTKTPGGTTDKTKDHVAHWQDPSPKGTQELPPPVRGTSPHPDPRPSGTQHDPAHLPNPTVIVREGS
GAEAEHVPGQOQHGAHGKGKHVAEQEHLQPQWPPRK

>NP_001338424.2 Chicken_scaffoldin (SCFN)
MSHFLDSVSTIITVFYQHAKEDGDQSKLNRRKMKEFIEKEFADATIVNPHDPQTIEKILQFLEWDGDGEIDFNEFLLLVFRVAKACYW
YLOKGOCLLORTKLITSSKTIQEPEIKNRGSROQLOEEEPQTLERNRHPPCIPEPQPDTRVODLETHEETGSHRQOHENTQSRADARQ
STRPSEIIPQEYEEQTQEPCDORSRORRQPPELDRLGDLQSHKHGSLKAAQNDERQNQEKPQREQLADVRSCSHSCEPQLLPDRRSD
ROPREPALPAYDORNHRPQODQEAVAHGRSSRRPHEPEEADRGREHNQPRNPELLKDERSRNHLRKLEQKELERSSRQPCKPECLDSER
LHOSYLQEPLVISHKYNNTRELEEDYYEQGKTQKDRKSCESMMEERTQEDSVAEAEATVKIRRETOKREREEEAKRPRESARYQRTQ
ENTVAEAEADVEIHRVSRGRERELEDRRPHESVRHVKTQENIVAEAEADVE IRRVSREREREQEDRRPRDSERYDRTREDIVAEAEA
NVEIRRVSRGREREEDRRPDELVRYVKTQEDIVAEAEADVQIPCVSRKREREGELRRPRESVRYERTREDIAAEAEADVEIRHVTQOK
SETGQEDRKPRESQRYDKTREDVVAEAEADVE IRRVSRGREREQEDRRPRESQRYERTREDIAAEAEADVE IRRVSRERKREEEARR
PRELLRSGORWEDIVAEAEADVEIHRVSREREREEEARRPRDSVRYERTREDIVAEAEADVEIRRVSRGREREQEDRRPRDSVRYER
TREDIVAEAEADVEIRHVSRGREREQEARRPRDSVRYERTREDIVAEAEADVEIRRVSRGREREEARRPHELVRYVKTQEDLVAEAE
ANVEIHRVSREREREEEARRPRDSVRYERTREDIAAEAEADVEIRRVSRGREREEARRPNELVRYVKTQEDTVAEAEADVE IHHVSR
EREREEEARRPRDSVRYERTREDIVAEAEADVEIRRVSRGREREQEDRRPRESQRYERTREDIAAEAEANVEIRRVSRERKREEEAR
RPRDSVRYERTREDTVAEAEADVE IRRVSRGREREEAKRPCELVRYVKTQEDIVAEAEADVE IHRVSRGREREQDNRRPRESQRYER
TREDIVAEAEAEVEIHRASRGREREEARRPDDSVRYVKTREDIVAEAEAEVEIRRVSREREREEEARRPRDSVRYERTREDIVAEAE
ADVEIRRVSRGREREQEDRRPRESQRYERTREDIVAEAEADVE IRHVSREREREEEARRPRESVRYERTREDIVAEADLEIRRVSRE
RKREEEARRPRESQRYERTREDIVAEAEADVEIRRVSRGREREEARRPRESVRYVKTQEDIVAEAEADVEIYRVSREREREEARRPR
DSVRYDRTREDIAAEAEADVEIRRVSRGREREEARRPNELVRYVKTQEDTVAEAEADVE IHRVSREREREEEARRPRDSVRYERTRE
DIVAEAEADVEIRRVSRGREREQEDRRPRESQRYERTQEDIVAEAEADVE IRRVSRGREREQEDRRPHKSQRYERTREDIAAEAEAD
VEIRRVSRGREREQEDRRPRESQRYERTREDIVAEAEADVE IRRVSRGREREEARRPRELVRYVKTQEDIVAEAEADVE IHRVSRER
EREEEARRPRDSVRYERTREDIVAEAEADVEIRRVSQGREREQEDRRPCESQRYERTREDIVAEAEADVE IRRVSRGREREQEDRRP
CESQRYERTREDIVAEAEAEVEIHRASRGREREEARRPDDSVTYVKTREDIVAEAEAEVE IRRVSREWEREEEARRPRDSVRYERTR
EDIVAEAEAEVEIHRASRGREREEARRPDDSVRYVKTREDIVAEAEAEVEIRRVSREREREEEARRPRDSVRYERTREDIVAEAEAD
VEIRRVSQGREREQEDRRPCESQRYERTREDIVAEAEADVE IRRVSRGREREQEDRRPCESQRYERTREDIVAEAEAEVE IHRASRG
REREEARRPDDSVRYVKTREDIVAEAEAEVEIRRVSREWEREEEARRPRDSVRYERTREDIVAEAEAEVEIHRASRGREREEARRPD
DSVRYVKTREDIVAEAEAEVE IRRVSREREREEEARRPRDSVRYERTREDIVAEADLE IRRVSRERKREEEARRPRESQRYERTRED
IVAEAEADVEIRRVSRGREREEARRPRESVRYVKTQEDIVAEAEADVEIYRVSREREREEARRPRDSVRYDRTREDIAAEAEADVE I
RRVSRGREREEARRPNELVRYVKIQEDTVAEAEADVE IHRVSREREREEEARRPRDSVRYERTREDIVAEAEADVE I HRVSRGRERE
OEDRRPRESQRYERTQEDIVAEAEADVEIRRVSRGREREQEDRRPHKSQRYERTREDIAAEAEVDVE IRRVSRGREREQEDRRPRES
ORYERTREDIVAEAEADVE IRRVSRGREREEARRPRELVRYVKTQEDIVAEAEADVE IHRVSREREREEEARRPRDSVRYERTREDT
VAEAEADVEIHRVSREREREEEARRPRDSVRYERTREDIVAEAEAEVE IRRVSQGREREQEDRRPCESQRYERTREDIVAEAEADVE
NRRVSRGREREQDDRRPRESQRYERTREDIVAEAEAEVE IHRASRGREREEARRPDDSVRYVKTREDIVAEAEAEVE IRRVSRERER
EEEARRPRDSVRYERTREDIVAEAEADVE IRRVSRGREREQEDRRPRESQRYERTREDIVAEAEADVE IRHVSREREREEEARRPRD
SVRYERTREDIVAEADLEIRRVSRERKREEEARRPRESQRYERTREDIVAEAEADVE IRRVSRGREREEARRPRESVRYVKTQEDIV
AEAEADVEIYRVSREREREEARRPRDSVRYDRTREDIAAEAEADVEIRRVSRGREREEARRPNELVRYVKIQEDTVAEAEADVEIHR
VSREREREEEARRPRDSVRYERTREDIVAEAEADVEIRRVSRGREREQEDRRPRESQRYERTQEDIVAEAEADVE IRRVSRGREREQ
EDRRPHKSQRYERTREDIAAEAEVDVE IRRVSRGREREQEDRRPRESQRYERTREDIVAEAEADVE IRRVSRGREREEARRPRELVR
YVKTQEDIVAEAEADVEIHRVSREREREEEARRPRDSVRYERTREDIVAEAEADVE IHRVSREREREEEARRPRDSVRYERTREDIV
AEAEADVEIRRVSQGREREQEDRRPCESQRYERTREDIVAEAEADVE IRRVSRGREREQDDRRPRESQRYERTREDIVAEAEAEVE T
HRASRGREREEARRPDDSVRYVKTREDIVAEAEAEVEIRRVSREREREEEARRPRDSVRYERTREDIVAEAEADVE IRRVSRGRERE
QEDRRPRESQRYERTREDIVAEAEADVE IRHVSREREREEEARRPRDSVRYERTREDIVAEAEADVE IRRVSRGREREQEDRRPRES
ORYERTQEDIVAEAEADVE IRRVSRGREREQEDRRPHKSQRYERTREDIAAEAEADVE IRRVSRGREREQEDRRPRESQRCERTRED
IVAEAEADVE IRRVSRGREREEARRPRELVRYVKTQEDIVAEAEADVE THRVSREREREEEARRPRDSVRYDRTREDIVAEAEADVE
IRRVSQERERQEEARRPRDSVRYDRTREDIVAEAEADVE IRHVTQKREREQEDRRPRKSQRYERTREDIVAEAEAEVE IRRVSRGRE
REEARRPNDSVRYVKTREDIVAEAEAEVE IRRVSREREREEEARRPRDSVRYERTREDIVAEAEADVETRRVSRGREREQEDRRPHE
SORYERTREDIVAEAEADVQIHRVSQKREREQEARRPRESVRYEKTQEDILAEAEADVE IRHVSREREREEARRPRESLRYERTQED
IVTDAEAEVCREEVERADSLHEYEEAVKERRAVRARAREEAPVRERRLDRORDLEVERNRFPGHDDQGERQERSLYQTVDVDSRDLV
PPGEVPSVTDVRVRYIPSDPDVRPEVQAVPEPCEPQSIAYLIHVIQNLNDPKATTYEI ICQOQSNDSGQPVYVRKCYVSPQPPVGPCK
ESSVLEPELQHLPSSSSQENARELEEPRKGE IRERSATGVKEGASAPELDSLEDDTSQAETREDRRDHQSPSVHDVEEKNHQPEGDG
PKATEEEVSQEAESQGNKDREAKSRSPAARAPELQEAHKQGQQAAEEPCHPVPQRDEAGCCHEDAELPSPDRSROAREEENSKRSSQ
QENNTQPQREEERS PMAPQALSHPMKDEAKAP



Antibody binding sites are shaded yellow. Additional putative binding sites with around 90%
sequence conservation are present but not highlighted.

B) Amino acid sequences of SFTPs and accession numbers of the coding sequences in the
genome of the Japanese quail

>Quail_cornulin (CRNN)
MAQLOENINGIITAFYTYARSDGDCSTLSRGELRQLIEQEFEDVIVDARDPRTVEKVLLFLDEDSSGKVDEFGEFLSLVEFRVAKACHR
QFQQOYLEPEDDQELTVQEEADGEQHHNQVQEQGVSEEVQESGTTQQHQEGEEEKNHOQDTQQOKQEGETPKNQDTONTIEKTETPKVQDT
QOTQEVETPNNQGTQEKKIEIPKDIQDTHODDRATAPEEGPKRGENVVTETPEKDRNTPEAEKTPKHDPKLHQDKVTETPELGQONNH
HREELEPAEQSHTSPTVTPGRTTDTNKNPSPKETQELPPPVRGTDPHPDPQPSGTRRDPAHPPDLTVTVREGSVAEAERVPGHQQHG
AHGKGKHVVEKENLQPORPPRK

Coding sequence (GenBank accession number NC_029540.1, nucleotide numbers 891426-
891563, 890345-891316, reverse complement)

>Quail scaffoldin (SCFN) preliminary*
MSHEFLDSVSTIITVEFYQHAKEDGDQOSKLNRRKMKEFIQKEFADATIANPHDPQTIDKILQFLEWDGDGEIDEFNEFLLLVERVAKACYW
YLORGQCILQRTKLITSSKTIREPEIKNRGSROQOQLOEEEPQTHPPYIPEPQODTRVQDLEIREETGSHRQORNTESRADARQSSRPR
EMIPQEYEEQSQEPCDQGSSRRRQPPELDRLGDLQYHKRGSLKAAQRDERQNLREQLADVRSCSHSCEPQLLPDRRSGRQPREPTLP
AYDQRNHRPQODQEAVAQARGSRRPHEPEEADRGRRNQPRKPELLKDERSRNHLRELEQKELERSSRQPCKPECLDSEWQHQSYLQEP
LVIDHRYNKTREMEDYYEQGKIQKDRRPRESMTYERTEEDIVVEAEADVEIRRETQKRERGLEARRPHESVKYVKTREDIEAEAEAD
VEIHRVSRVREREEEARRPGESVRRERTREDIVAELEGDVEIRRVTQERKRVVEARRPDESARYERTREDIVAEAEVDVDIRRVTRT
REREDTRRPRESVRYERTREDIVAEAEADVEIHRVSRVREREEEPRRPRESVRRERTREDIVAELEGDVEIRRVTQERKRKEEARRP
GEPDRYRRTREDIVAEAEADVEIHHVTRKREREDARRPHESVRYERTREDIVAEAEADVEISRVSREVERAEQARRPGESVRRERTR
EDIVAEVEGDVKIHRVTQECKRVVEARRPDASARYERTREDIVAEAEVDVDIRRVSRVREREEEPRRPRESVRRERTQEDIVAEVEG
DVEIHRVTRKTGERGCQETQRESVRYERRWRHCG

Antibody binding sites are shaded yellow.

Coding sequence of SCFN gene
NC_029540.1, nucleotides 885529-885666, 882990-885305 (reverse complement)

* Because of possible sequence assembly errors in the repetitive sequence region, the sequence
is considered preliminary. The coding sequence may actually be longer and include sequences
up to position NC_029540.1, nucleotide 878530 (reverse complement).

C) Alignment of binding sites of the anti-scaffoldin antiserum

Chicken RYERTREDIAAEAE
Quail RYERTREDIVAEAE

Supplementary Figure S1. Sequences of $100 fused-type proteins (SFTPs) in chicken and quail.
The amino acid sequences of chicken cornulin (CRNN) and scaffoldin (SCFN) were downloaded
using the indicated accession numbers from GenBank (A). Sequences of quail CRNN and SCFN
were predicted on the basis of the current genome sequence of the Japanese quail (B). Binding
sites of the anti-scaffoldin antiserum (Mlitz et al. 2014) are highlighted by yellow shading in SCFN
sequences and compared between chicken and quail (C).



